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DDT 


<213> 


Artificial sequence 








Consensus sequence 


<220> 




<^9 9 1 ^> 


L v llot rili^ilUrvxii 


<222> 


(4) .7(4) 


<223> 




<220> 




<221> 


MISC FEATURE 


<222> 


(4) (4) 


<223> 


Any amino acid 


<400> 


1 


Arg Arg Arg Xaa Ser 


1 


5 


<210> 


2 


<211> 


6 


<212> 


PRT 


<213> 


Artificial sequence 


<220> 




<223> 


Consensus sequence 


<220> 




<221> 


MIS C_FE AT URE 



<222> 
<223> 



(1) . . (1) 
R or K 



<220> 

<2 2 1 > M I SC_ FEATURE 

<222> (2).. (2) 

<223> Any amino acid 



<220> 

<221> MISC_FEATURE 

<222> (4).. (4) 

<223> Any amino acid 



<220> 

<221> MI SC_ FEATURE 

<222> (5).. (5) 

<223> Any amino acid 



<400> 2 

Xaa Xaa Arg Xaa Xaa Ser 
1 5 



<210> 3 

<211> 6 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MISC_FEATURE 

<222> (1)..(1) 

<223> Any bulky hydrophobic residue 



<220> 

<221> MIS C_FE AT U RE 

<222> (2).. (2) 

<223> Any amino acid 



<220> 

<221> MISC_FEATURE 

<222> (4) . . (4) 

<223> Any amino acid 



<220> 

<221> MISC_FEATURE 
<222> (5) . . (5) 



<223> Any amino acid 



<400> 3 

Xaa Xaa Arg Xaa Xaa Ser 
1 5 



<210> 4 
<211> 10 
<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<400> 4 

Arg Arg Arg Leu Ser Phe Ala Glu Pro Gly 
15 10 



<210> 5 

<211> 5 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MISC_FEATURE 

<222> (1) . . (1) 

<223> Any amino acid 



<220> 

<221> MIS C_FE AT URE 

<222> (2).. (2) 

<223> Phosphorylated serine 



<220> 

<221> MI SC_FEATURE 

<222> (3).. (3) 

<223> Any amino acid 



<220> 

<221> MI SC_FEATURE 

<222> (4) . . (4) 

<223> Any amino acid 



<400> 



5 



Xaa Xaa Xaa Xaa Ser 
1 5 



<210> 6 

<211> 7 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 

<400> 6 

Leu Ser Phe Ala Glu Pro Gly 
1 5 



<210> 7 

<211> 8 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MI SC_FEATURE 

<222> (2).. (2) 

<223> Phosphorylated serine 



<400> 7 

Leu Xaa Ser Phe Ala Glu Pro 
1 5 



<210> 8 

<211> 5 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MISC_FEATURE 
<222> 

<223> Arg or Lys 



<220> 

<221> MI SC_FEATURE 

<222> (2) . . (2) 

<223> Arg or Lys 



<220> 

<221> MISC_FEATURE 

<222> (3) . . (3) 

<223> Arg or Lys 



<220> 

<221> MISC_FEATURE 

<222> (4) . . (4) 

<223> Any amino acid 



<400> 8 

Xaa Xaa Xaa Xaa Ser 
1 5 



<210> 9 

<211> 6 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MI SC_FEATURE 

<222> (1)..(1) 

<223> Arg or Lys 



<220> 

<221> MIS C_FE AT U RE 

<222> (3).. (3) 

<223> Arg or Lys 



<220> 

<221> MI SC_FEATURE 

<222> (2) . . (2) 

<223> Any amino acid 



<220> 

<221> MI SC_FEATURE 

<222> (4) . . (4) 

<223> Any amino acid 



<220> 

<221> MISC_FEATURE 

<222> (5).. (5) 

<223> Any amino acid 



<400> 9 



Xaa Xaa Xaa Xaa Xaa Ser 
1 5 



<210> 10 

<211> 11 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MI SC_FEATURE 

<222> (2).. (2) 

<223> Any amino acid 



<220> 

<221> MISC_FEATURE 

<222> (4).. (4) 

<223> Any amino acid 



<400> 10 

Tyr Xaa Thr Xaa Leu Ser Phe Ala Glu Pro Gly 
1 5 10 



<210> 11 

<211> 11 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MISC_FEATURE 

<222> (1)..(1) 

<223> Any bulky hydrophobic residue 



<220> 

<221> MISC_FEATURE 

<222> (2).. (2) 

<223> any amino acid 



<220> 

<221> MIS C_FEAT U RE 

<222> (4) . . (4) 

<223> any amino acid 



<400> 11 



Xaa Xaa Tyr Xaa Leu Ser Phe Ala Glu Pro Gly 



<210> 12 

<211> 10 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MISC_FEATURE 

<222> (1) . . (1) 

<223> Any amino acid 



<220> 

<221> MISC_FEATURE 

<222> (3).. (3) 

<223> Any amino acid 



<220> 

<221> MISC_FEATURE 

<222> (2) . . (2) 

<223> Phosphorylated serine 



<400> 12 

Xaa Xaa Xaa Leu Ser Phe Ala Glu Pro Gly 
15 10 



<210> 


13 


<211> 


13 


<212> 


PRT 


<213> 


Artificial sequence 


<220> 




<223> 


Consensus sequence 


<400> 


13 



Lys Lys Leu Asn Arg Thr Leu Ser Phe Ala Glu Pro Gly 



1 



5 



10 



1 



5 



10 



<210> 
<211> 
<212> 
<213> 



14 
7 

PRT 

Artificial sequence 



<220> 

<223> Consensus sequence 
<220> 

<221> MISC_FEATURE 

<222> (2) . . (2) 

<223> phosphoserine 



<400> 14 

Leu Xaa Phe Ala Glu Pro Gly 
1 5 



<210> 15 

<211> 9 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MISC_FEATURE 

<222> (2).. (2) 

<223> Phosphoserine 



<400> 15 

Leu Xaa Ser Pro Ala Glu Pro Gly Cys 
1 5 



<210> 16 
<211> 11 
<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<400> 16 

Arg Ala Arg Thr Leu Ser Phe Ala Glu Pro Gly 
15 10 



<210> 17 

<211> 9 

<212> PRT 

<213> Artificial sequence 



<220> 

<223> Consensus sequence 



<220> 

<221> MISC_FEATURE 

<222> (2) . . (2) 

<223> Phosphoserine 



<400> 17 

Leu Xaa Ser Phe Ala Glu Pro Gly Cys 
1 5 



<210> 


18 


<211> 


11 


<212> 


PRT 


<213> 


Artificial sequence 


<220> 




<223> 


Consensus sequence 


<400> 


18 



Gly Arg Pro Arg Thr Ser Ser Phe Ala Glu Gly 
15 10 



<210> 19 
<211> 7 
<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<400> 19 

Leu Arg Arg Ala Ser Leu Gly 
15 



<210> 20 
<211> 32 
<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<400> 20 

Lys Glu Ala Lys Glu Lys Arg Gin Glu Gin lie Ala Lys Arg Arg Arg 
15 10 15 



Leu Ser Ser Leu Arg Ala Ser Thr Ser Lys Ser Gly Gly Ser Gin Lys 
20 25 30 



<210> 21 

<211> 10 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 

<400> 21 

Lys Lys Leu Asn Arg Thr Leu Ser Val Ala 
1 5 10 



<210> 22 
<211> 10 
<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<400> 22 

Lys Lys Leu Arg Arg Thr Leu Ser Val Ala 
15 10 



<210> 


23 


<211> 


23 


<212> 


PRT 


<213> 


Artificial sequence 


<220> 




<223> 


Consensus sequence 


<400> 


23 



Lys Lys Lys Val Ser Arg Ser Gly Leu Tyr Arg Ser Pro Ser Met Pro 
15 10 15 



Glu Asn Leu Asn Arg Pro Arg 
20 



<210> 


24 


<211> 


15 


<212> 


PRT 


<213> 


Artificial sequence 


<220> 




<223> 


Consensus sequence 


<400> 


24 



His Met Arg Ser Ala Met Ser Gly Leu His Leu Val Lys Arg Arg 
1 5 10 15 



<210> 


25 


<211> 


11 


<212> 


PRT 


<213> 


Artificial sequence 


<220> 




<223> 


Consensus sequence 


<400> 


25 



Met His Arg Gin Glu Thr Val Asp Cys Leu Lys 
15 10 



<210> 


26 


<211> 


12 


<212> 


PRT 


<213> 


Artificial sequence 


<220> 




<223> 


Consensus sequence 


<220> 




<221> 


MISC FEATURE 


<222> 


(6) (6) 


<223> 


Phosphoserine 



<400> 26 

Arg Ala Arg Thr Leu Xaa Ser Phe Ala Glu Pro Gly 
1 5 10 



<210> 


27 


<211> 


10 


<212> 


PRT 


<213> 


Artificial sequence 


<220> 




<223> 


Consensus sequence 


<220> 




<221> 


MISC FEATURE 


<222> 


(5) . . (5) 


<223> 


Phosphoserine 


<400> 


27 



Arg Arg Arg Leu Xaa Phe Ala Glu Pro Gly 
15 10 



<210> 28 

<211> 4 

<212> PRT 

<213> Artificial sequence 
<220> 

<223> Consensus sequence 
<220> 

<221> MIS C_FE AT U RE 

<222> (3).. (3) 

<223> Thr or Asn 



<400> 28 

Pro Pro Xaa Lys 

1 



